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Table S2
To examine the rate of false positives due to errant clusters, we randomly permuted the expression values of all genes. We clustered the methylation signatures as before, using default parameters for a 10kb window centered at the TSS. Any clusters that are identified as significant using a scrambled set of expression values are errant clusters. Results for 1000 permutations for each data set are shown. The errant cluster rate is the fraction of simulations with an errant cluster.
Table S3
Complete set of parameters considered for optimization of DMR--based (upper) and promoter--based (lower) methods. The DMR procedure is described in the Methods. 
